A peptide backbone conformation or a secondary structure is crucial in the design of peptide-based therapeutics. 1 In this regard, α,α-dialkylated amino acids play an important role in the design of a conformationally restricted peptide. 2, 3 Among that, the cyclic α-amino acids are considered to be a special class of α,α-dialkylated amino acids. The title molecule (I) is also one among the α,α-dialkylated amino acids that has been taken to understand its structure and conformational geometry.
The synthesis details of compound (I) are reported in the literature, 4 and it was crystallized from a mixture of petroleum ether and ethyl acetate (9:1) solvents. The crystal data and the structure determination details are summarized in Table 1 . The structure was solved by direct methods and refined by a fullmatrix least-squares technique. All of the non-hydrogen atoms were refined anisotropically and the H atoms were geometrically fixed and constrained to ride on the parent atom in the model. The atomic coordinates and equivalent isotropic displacement parameters for non-hydrogen atoms are given in Table 2 . Selected inter-atomic distances and angles are listed in Table 3 .
The asymmetric unit of (I) contains a half of the C20H20N2O4 unit. This molecule is on the crystallographic center of symmetry, and half of the molecule is independent. The interatomic distances and bond angles of (I) reflect the usual geometry of five and six-membered rings. The C-N distances are unequal [C(6)≡N is 1.135(4)Å and C(2)-N is 1.435(4)Å].
One of them was shortened due to the different hybridization i.e. sp and sp 3 , respectively. Specifically, the C(6)≡N distance is much shorter than the reported structures [1.157 (2) Table 3 Selected bond distances (Å) and angles (˚) (i) x-3/4, y+3/4, -z+1/4 Fig. 2 The molecular structure of the title compound, showing 50% probability displacement ellipsoids and arbitrary spheres for the H atoms.
